We have determined the draft genome sequences of Thiorhodococcus mannitoliphagus and Thiorhodococcus minor for comparison with those of T. drewsii and Imhoffiella purpurea. According to average nucleotide identity (ANI) and wholegenome phylogenetic comparisons, these two species are clearly distinct from the Imhoffiella species and T. drewsii.
AK35. The ANI numbers for all these genomes are clearly below the proposed 95% cutoff for genome definition of a species (12) . T. drewsii and I. purpurea are also 82% identical to one another, which does not support the separation of these two as separate genera. Whole-genome-based phylogenetic analysis of all of the Thiorhodococcus genomes using RAxML within PATRIC (13, 14) showed two distinct groups, with T. minor and T. mannitoliphagus as the closest relatives and the group of T. drewsii and I. purpurea more distantly related, consistent with the ANI analysis ( Fig. 1 ). These whole-genome analyses suggest that while T. minor and T. mannitoliphagus group together, T. drewsii could be included in the genus Imhoffiella if further sequence, morphological, and physiological studies warrant it, although our studies suggest that all four should remain in the genus Thiorhodococcus, which is clearly differentiated from Allochromatium.
Data availability. These whole-genome shotgun projects have been deposited at DDBJ/ENA/GenBank under the accession numbers JAAIJQ000000000 for Thiorhodococcus minor and JAAIJR000000000 for Thiorhodococcus mannitoliphagus. The versions described in this paper are versions JAAIJQ010000000 and JAAIJR010000000. The raw sequencing reads have been submitted to SRA, and the corresponding accession numbers are SRR11068433 for Thiorhodococcus minor and SRR11068465 for Thiorhodococcus mannitoliphagus.
FIG 1
Whole-genome-based phylogenetic tree of all sequenced Thiorhodococcus and Imhoffiella species. The phylogenetic tree was generated using the codon tree method within PATRIC (10), which used cross-genus families (PGFams) as homology groups. Among these selected genomes, 500 PGFams were found using the CodonTree analysis, and the aligned proteins and coding DNA from single-copy genes were used for RAxML analysis (13, 14) . The support values for the phylogenetic tree were generated using 100 rounds of the "Rapid bootstrapping" option in RaxML (13) . Allochromatium vinosum was used as an outgroup. iTOL was used for the tree visualization (15) .
